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- A description of any restrictions on data availability

- For clinical datasets or third party data, please ensure that the statement adheres to our policy
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Reporting on sex and gender

Population characteristics

Recruitment

Ethics oversight

Note that full information on the approval of the study protocol must also be provided in the manuscript.
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Life sciences study design
All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material,
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response.

A subset of the UK SARS-CoV-2 genomes are submitted to GISAID (gisaid.org). Information on clinical treatments at the individual level, linked to sequence ID,
cannot be shared.

Analysis was not disaggregated by sex.

The only population characteristic examined within the manuscript is treatment. Patients included were all treated for their
COVID infection with one of casirivimab+imdevimab, molnupiravir, pnirmatrelvir plus ritonavir (Paxlovid), remdesivir or
sotrovimab.

The analysis includes all patients who had received treatment in the UK, for whom at least one sample had been collected by
12 April 2022 and for whom a viral genetic sequence was available.

UKHSA England Research Ethics and Governance Group

Our analysis was conducted weekly from early March, with the sample size growing each time as new patients initiated treatment and had
their virus genetically sequenced. Potential treatment associated mutations were further evaluated in the laboratory. By April, nine amino
acid residues displayed a significant (p<0.001) frequency change in post-treatment sequences compared to pre-treatment sequences,
suggesting possible evidence of selection, and we considered the results to be worthy of publication.

No data were excluded from the analysis

The analysis was observational and could not be replicated.

Allocation was not random, the population was subdivided by patient group. we also included date of sample and date of treatment in our
analysis. We would not expect treatment-associated mutations to be associated with any patient characteristic beyond their treatment, and
therefore we did not include additional patient covariates in the analysis.

Processing of data was conducted programmatically, with pre-treatment and post-treatment, and each treatment category, compared
statistically. The researcher was not blinded but did make have any input into the process.




